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SATCCCGCTGGGCAGGCGdGGCAGCTCCGGCGCTCCTCGGAGACCACTGCGCTCCACGTT 

1 + + + ^, + ^ gQ 

CTAGGGCGACCCGTCCGCCCCGTCGAGGCCGCGAGGAGCCTCTGGTGACGCGAGGTGCAA 

GAGGTGGGCGTGGGGGGCGGRCAGGAATTGAAGCGGAAGTCTGGGAAGCTTTAGGGTCGC 
61 + + — ^ + + + ^ X20 

CTCCACCCGCACCCCCCGCCTGTCCTTAACTTCGCCTTCAGRCCCTTCGAAATCCCAGCG 

< 4.»5a-BB ^> 

(intron) 

TGGAGGGGGACCCCGGTTGGAGAGAGGAGCGGAACTCCTGQJkCMaXCTGACl^^ 

121 + + + + + + 180 

ACCTCCCCCTGGGGCCAACCTCTCTCCTCGCCTTGAGGACCTGTTCGGGACTGTTCGGTT 

GCCAAAGGTCCGCTCCGGCGCGGGT6GGTGAGTGCGCGCCGCCCCGCGGGGGCGGGGAGA 
181 + + + ^ + + 240 

CGGTTTCCAGGCGAGGCCGCGCCCACCCACTCACGCGCGGCGGGGCGCCCCCGCCCCTCT 

GAGCCTACAGCCTTCAGAACACATATT6CTCATTTTCTGGCAGTTCTCAGACGTAGGAAA 

241 + + + + + + 300 

CTCGGATGTCGGAAGTCTTGTGTATAACGAGTAAAAGACCGTCAAGAGTCTGCATCCTTT 

TAAGTCAGCACCGAAGCAGTGGTTAAGCCGGAGGGCTCGGAAGAACGGCACCTTTTCTTT 

301 + + ^ + + + 360 

ATTO^GTCGTGGCTTCGTCACCAATTCGGCCTCCCGAGCCTTCTTGCCGTGGAAAAGAAA 

CTCGAAAAAGTTATATGGGGGCTGAATGAGCTTCTGGAGGCTTGTTTACCGTTTTTTATT 

361 + + + + + + 420 

GAGCTTTTTCAATATACCCCCGACTTACTCGAAGACCTCCGAACAAATGGCAAAAAATAA 

GTCACACAGAAAA6GAAACTGCCTTGTCTCCCTTCCGGGAATTCTCTCTTTAAGACTGTA 
421 + + + + ^,-+ + 480 

CAGTGTGTCTTTTCCXTTGACGGAACAGAGGGAAGGCCCTTAAGAGAGAAATTCTGACAT 

AGTCGCTGCCTGAGTGGTTTCATrrTGTTTTGTTTTTCTGCCCTTCTCTTTCTTCTTTTG 

481 + + + + + + 540 

TCAGCGACGGACTCACCAAAGTAAAACAWU^CRAAAAGACGGGAAGAGAAAGAAGAA^ 

CCCTTTCTTAGCTTGCACTCCCATGGTGATTTCTGCTTGGTCTCCTGCTGG6GTTGGTGG 

541 + + + + + + 600 

GGGftAAGAATCGAACGTGAGGGTACCACTAAAGACGAACCAGAGGACGACCCCAACCACC 

TACTCGTTCCCACCGCACAGAACCCG6CGCCTATTATTGGCCAAGAAACTTGAGCAGCCT 
601 + + + + + + 660 

ATGAGCAAGGGTGGCGTGTCTTGGGCCGCGGATAATflACCGGTTCTTTGAACTCGTCGGA 

GTTTTGAAAAGTCCCTCGCTCA6AAATGCCAGCTTGCAGATGGCTAATCAAAGAGACGTG 
661 + + + + + + -;20 

CAAAACTTTTCAGGGAGCGAGTCTTTACGGTCGAACGTCTACCGATTAGTTTCTCTGCAC 
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2"** half of the 

2.p53-BE 

(promoter) 

ASCTTTTTTGGCTACATTTTTTTATTTGTAAAG 
448 + + ^ 

TCGftAAAAACCGATGTAfiftAAAATAAACATTTC 

TAAGTTTAATAATCACTCATCTCACTGGGCTATAATGATJUIGTATTAAGTAAGG^^ 
481 + + ^ ^ ^ ^ 

ATTCAAATTATTAGTGflGTAGAGTGACCCGATA!tTACTATTCATAATTCa.TTCCTTCTM 

CACATATGTGAGTTGCTGGCTTATAATTCACACTCAAGRGATACTGATTTTGTC2UITTGT 
541 + + + + + + 600 

GtGTATACACTCAACGACCGAATATTAAGTGTGAGTTCTCTATGACTAZVAACAGTTAAa^ 

CCTTTCCCCTTTTTTTCTCTCTTCCCTCCTTCCATTCCTTCTTCCCTTACCTCTCCTTTC 
601 + + + + + + ggQ 

GGAAAGGGGAMAAAi^GASAaGGGAGGAAGGTAAGGAAGAAGGGAATGGAG 

CTTCCCTCACACCCCTTTTCCTTCCTTCTTTTTACATTTTTTTATTTAAATGaACTTTTC 
661 + + ^ ^ ^ ^ 

GAAGGGAGTGTGGGGAAAAGGAAGG?WVGAA&AATGTAAWUUUtTAAATTTACTTG7U\;^ 

ATTTTGGZATAGTTTTAGGATTTCaAAAAATTTGCAGAGATAATACAGAGAATGCCCATA 
721 + + + + + + 

taaaaccttatcmaatcctj^gttttttmw:gtctctattatgtctcttacgggtat 
taccatcctccttatcccacttctttttgtgtctattagatgctcagagtgtgtgcacaa 

781 + + + + ^ ^ 3^0 

ATGGTAGGftfiGAATAGGGTGAAGAflAAACACAGATAATCTACGTUSTCTCACACA^ 

ggctggcacgcccagggtcttcctcatggcactmcagtctactga2«u;gtggaacagag 

841 H + + + + ^ goo 

ccgaccgtgcgggtcccagaaggagtaccgtgattgtcagatgactttccaccttgtctc 
acaagcctatcaacacctacaagactggtggtaagtgcagtgacagatgcaaaacac^^ 

901 + + + + ^ + ggo 

tgttcggatagttgtggatgttctgaccaccattcacgtcactgtctacgttttgtgtcc 



GTGATGGaAAGCCCTCAGGAGGGTAACCTJUU:CTMATTTGAGGGCCCAAACAG^ 

+ ^ + ^ ^ ^ ^ 

CACTACCTTTCGGGAGTCCTCCCATTGGATTGGATCTAAACTCCCGGGTTTGTCCGAGGT 

GAAGRflAATGTCAACTGAGAGGAAGCCTGAAGGATGAACASTGGGC 

CTTCTXrrACAG^fTGACTCTCCTTCGGACTTCCTWrTTGTCACCCGATTCGTTTCCCAAT 
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TTAATGTGTtATTMTGGGTTGAATCTAATTGGGAAGGGAGAGAGGTTGCAGAGTGAGGT 

1081 + + + + + 4 1140 

i^TTACACM-TAATTACCCAACXTAGATTJACCCTTCCCTCTCTCCAACGTCTCACTCCA 

GCAGAGCTTGGTGGACGATGCCAAAGGAATACTGAAACCTTTAGTGTGTCCAGTCTGGAA 

1141 + + + ^ 4- + 1200 

CGTCTCGW^CACCTGCTACGGTTTCCTTATGACTTTGGAAATCACaCAGGTCAGACC^ 

CTGCATCCAAATTCAGGTTCAGTAATGATGTCATTATCCAAACATJWXTTCTGTA^ 

1201 + + + + + + X26D 

GACGTAGGTTTAAGTCCAAGTCATTACTACAGTAATAGGTTTGTATGGAAGACATTTTAA 



^ 3.p53-SE -> 

(promoter) 



CATGCTAAACtACCtAAfiAGCTATCTACCGTTCCAAAGCAATAGTGRCTTTGRI^^ 

1261 + + + —+ + 1320 

GTACGATTTGATGSArrCTCGAiatfSATGGCaAGGTTTCGTTATCACTGA^ 

TCACCAGAGCACGAAAGAATTACAAGATTTTTTTTTAAAGAAAATTGGCCAGGAAAT^ 

1321 + + + + + 1380 

AGTGGTCTCGTGCTTTCTTAATGTTCTAAAAAAAAATTTCTTTTAACCGGTCCTTTATTA 

GAGTAACGAftfiGACAGGAAGTAATTGTGAATGTTTAATATAGCTGGGGCTATGCGArTTG 

1381 + + *• + + + 1440 

CTCAT'TGCTTCCTGTCCrrCATTAACACTTACAAATTATATCGACCCCGATACGCTA^ 

GCTTAAGTTGTTAGCTTTGTTTTCCTCTTGAGAAATAftAAACTAAGGGGCCCTCCCTTTT 

1441 + + + + + + 1500 

CGAATTCAACAATCGAAACAAAAGGAGAACTCTTTATTTTTGATTCCCCGGGAGGGAAAA 

CAGAGCCCTATGGCGCAACATCTGTACTTTTTCATATGGTTAACTGTCCATTCCAGGAAC 

1501 + + + + + 1560 

GTCTCGGGATACCOCGTTGTAGACATGAAAAAGTATACCAATTGACAGGTAAGGTCCTTG 

GTCTGTGAGCCTCTOVTGTTGCAGCCACAACATGGACAGCCCAGTCAAATGCCCCGCflA^ 

1561 + + + + + + 1S20 

CAGACACTCGGAGAGTACAACGTCGGTGTTGTACCTGXCGGGTCAGTTTACGGGGCGTTC 

TCTTTCTCTGAGTGACTCCAGCAATTAGCCAAGGCTCGTGTACCCAGGCAGGACCTCTGC 

1621 + * + ^ + 1690 

AGAAAGAGACTCACTGAGGTCGTTAATCGGTTCCGAGGACATGGGTCCGTCCTGGAGACG 

GCTCTGAGCTCCATTCTCCTTCAAGACCTCCCCAACTTCCCAGGTTGAACTACAGCAGAA 

1681 + -I- + : + + + 1740 

CGAGACTC6AGGTAA6AGGAAGTTCTGGAGGGGTTGAAGGGTCCAACTTGATGTCGTCTT 

GCCTTTAGAAAGGGCAGGAGGCCGGCTCTCGAGGTCCTCACCTGAAGTGAGCATGCCAGC 

1741 +■ ^ + + + + 1800 

CGGAAATCTTTCCCGTCCTCCGGCCGAGAGCTCCAGGAGXGGACTTCACTCGTACGGTCG 

CACTGCAGGRACGCCCCGGGACAGGAATGCCCATTTGTGCAACGAACCCTGACTCCtTCC 

XeOl + + + + + + 1860 

GTGACGTCCTTGCGGGGCCCTGTCCTTACGGGTAAACACGTXGCTTGGGACXGAGGAAGG 

TCACCCTGACTTCTCCCCCTCCCTACCCGCGCGCAGGCCAAGTTGCTGAATCAATGGAGC 

1861 + + + + + + 1920 

AGTGGGACTGAAGAGGGGGAGGGATGGGCGCGCGTCCGGTTCAACGACTTAGTTACCTCG 
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CCTCCCCAACCCGC56CGTTCCCCAGCGAGGCTTCCTTCCCATCCTCCTGACCACCGGGGC 
1921 + + + + + + 3^590 

GGACGGGTTGGGCCCGCAAGGGGTCGCTCCGAAGGAAGGGTMGAGGACTGGTGGCCCCG 

TXTTCGTGAGCTCGTCTCTGATCTCGCGCaAGAGTGACACACAGGTGTTCAAAGACGCTT 
1981 + + + + + ^ 2040 

AflAAGa^TCGAGCAGAGACTAGaGCGCGTTCTCACTGTGTGTCO^ 

CTGGGGAGTGAGGGAAGCGGTTTACGAGTGACTTGGCTGGAGCCTCAGGGGCGGGCACTG 
2041 + + + + + + 2100 

GACCCCTCACTCCCTTCGCCAAATGCTCACTGAACCGACCTCGGAGTCCCCGCCCGTGAC 

GCACGGAACACACCCTGAGGCCAGCCCTGGCTGCCCRGGCG6AGCTGCCTCTTCTCCCGC 
2101 + + + + + + 2160 

CGTGCCTTGTGTGGGACTCCGGTCGGGACCGACGGGTCCGCCTCGACGGAGAAGAGGGCG 

GGACATGTACAGAGCTCGAGAAGTACTAGTGGCCACGTGGGCCGTGCA.CCTTAAGCTTTA 
2161 + + + + + 2220 

CCTGTACATGTCTCGAGCTCTTCATGATCACCGGTGCACCCGGCACGTGGAATTCGaAAT 



<- 4.P53-BE- 

(intron) 

GGGTCGCTGGAGGGGGACCCCGGTTGGAGAGAGGAGCGGAACTCCTGGACAAGCCCTGAC 

2221 + + + + + + 2280 

CCCAGCGACCTCCCCCTGGGGCCAACCTCTCTCCTCGCCTTGAGGACCTGTTCGQGWrrG 



^ 

AAeCCAAGCCAAAGGTCCGCTCCGGCGCGGGTGGGTGAGTGCGCGCCGCCCCGCGGGGGC 

2281 + + + + + 2340 

TTCGGTTCGGTTTCCAGGCGAGGCCGCGCCCACCCACTCACGCGCGGCGGG6CGCCCCCG 

GGGGAGAGAGCCTGCAGCCTTCAGAACAGATATTGCTCATTTTCTGGCAGTTCTCAGACG 

2341 + + + + h + 2400 

CCCCTCTCTCGGACGTCGGAAGTCTTGTCTATAACGAGTAAAAGACCGTCAAGAGTCTGC 

TAGGAAATAAGTCJW5CACCGAAGCAGTGGTTAA£K:CGGAGGGCT^ 
2401 + + + + + + 2460 

atcctttattcagtcgtggcttcgtcaccaattcggcctcccgagccttcttgccgtgga 
tttctttctcgaaaaagttatatgggggctgaatgagcttctggaggcttgtttaccgtt 

2461 + + + + + + 2520 

aaagaaagagctttttcaatatacccccgactxactcgaagacctccgmcaaatggcaa 
ttttattgtcacacagaaaaggaaactgccttgtctcccttccgggaattctctctttaa 

2521 + + + + + + 2580 

aaaataacagtgtgtcttttcctttgacggaacagagggaaggcccttaagagagaaatt 
gactgtaagtcgctgcctgagtggtttcattttgttttgtttttctgcccttctctttct 

2581 + + + + + + 2640 

CTGACATTCAfiCGACGGACTCACCAAAGTAAflACAAAACAAA2UiGaCGGGAAGAGA^ 

TCTTTTGCCCTTTCTTAGCTTGCACtCCCATGGTGATTTCTGCTTGGTCTCCTGCTGGGG 
2641 + + + + ^ + 2700 

agaaracgggaaagaatcga?u:gtgagggtaccactaaagacgaaccagaggacgacccc 
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TTGGTGGTACTCGTTCCCACCGCACAGAACCCGGCGCCTATTATTGGCCAAGAAACTTGA 

^ — -+-- ' —-4-—— + 

AACa^CATGACCT^GGTGGCGTGTCTTGGGCCGCGGATMTJUVCCGGTTCTTTGRACT 



GCaGCCTGTTTTGAAAAGTCCCTCGCTCAGAAATGCO^TTGCAGATGGCTAATC^ 

^ 4 + + — +« + 

CGTCGGACftAAACTTTTCAGGGAGCGAGTCTTTACGGTCGAACGTCTACCGATTAGTTtC 



AGACGTG 

2821 2827 

TCTGCAC 
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< I.p53-B£ — 



TGAGGACTCTCAGGAATATGCTGGTAAAATAAAAATAACCTTTAfiAGATGCCC^ 

1 + + + ^ ^. ^ gQ 

ACTCCTG3W3«;TCCTTATACGACCATTTTATTTTTATTGGAAATCTCTACGGGTTTGACA 

— > 

TTTCCCCAGAACACCAGCATTCATTAGGTGTTCATTCAATAGATTCTTCAAAGGATTCCA 
61 + + + ^ ^ ^ ^20 

AAAGGGGTCTTGTGGTCGTAAGTAATCCACAAGTAAGTTATCTAAGAAGTTTCCTAAGGT 

AAjGGCAAAGAAGTTTGGGGAACAGTATATATAATTACCCAACCCTTTGACATTAGCATAC 

121 + + + + + + ISO 

TTCCGTTTCTTCAAACCCCTTGTCATATATATTAATGGGTTGGGAAACTGTAATCGTATG 

7AAGGGCCCTGAGAAGTTTTGGATTAAGAAAGTTTTCAAATTAAAGTAACCCAGAATTTT 
IBl + + + + + + 240 

ATTCCCGGGACTCTTCAAAACCTAATTCTTTCAAARGTTTAATTTCATTGGGTCTTAAAA 

CTAAGATTATTTGACCATGftAACATATGTCTCCCCACAAAGCACATATTCCTATCTCCTT 

241 + + + + + + 300 

GATTCTAATAAACTGGTACTTTGTATACAGAGGGGTGTTTCGTGTATAAG6ATAGAGGAA 

GAACTTGAGGATAATTAGACGTACGTGGGTAGAGGGTAGGGGAAGGGGGTATGGCATAGA 
301 + + + + + 360 

CTTGAACTCCTATTAATCTGCATGCACCCATCTCCCATCCCCTTCCCCCATACCGTATCT 

AAGAGCAGGACCTTGGGAGCAAGAATATCTAAGTTTAAT'TCCTGACTCTGCTATTTATTA 
351 + ^ + ^ 420 

TTCTCGTCCTGGAACCCTCGTTCTTATAGATTCAAATTAAGGACTGAGACGATAAATAAT 
< 2.p53-B8 > 

ACTAACCATCTTTGCCAATGTTGCTTAACCTTTTTTGGCTACATTTTTTTATTTGTAAAG 

421 + + + + + + 480 

TGATTGGTAGSAACGGTlMAACGAATTCGAAAAAACCGATGTAAAAAAATAAAa^ 

TAAGTTTAATAATCACTCATCTCACTGGGCTATAATGATAAGTATTAAGTAAG6AAGATC 

481 + + + + + + 540 

ATTCAAATTATTAGTGAGTAGflGTGACCCGATATTACTATTCATAATTCATTCCTTCTAG 

CACATATGTGAGTTGCTGGCTTATAATTCACACTCAAGAGATACTGATTTT6TCAATTGT 

541 + + + + + + 600 

GTGTATACACTCAACGACCGAATATTAAGTGTGAGTTCXCTATGACTAAAACAGTTAACA 

CCTTTCCCCTTTtTTTCTCTCTTCCCTCCTTCCATTCCTTCTTCCCTTACCTCTCCTTTC 
601 + + + + + + 660 

GGAAAGGGGAAAAAAAGAGAGAAGGGAGGAAGGTAAGGAAGAAGGGAATGGAGAGGAAAG 
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CTTCCCTCflCaCCCCTTTTCCTTCCTTCTTTTTACATTTTTTTATTTAAATGAACTTTTC 
661 ^ + + ^ + ^ ^20 

GAAGGGAGTGTGGGGAAMGGAAGGAAGAAAAATGTAAAAAAATAAATTTACTTGAAW^ 
ATTTTGGAATAGTTTTAGGATTTCAAAAAATTTGCAGAGATAATACAGAGAATGCCCM 

721 + + ^ + ^ ^ ^gQ 

TAAAACCTTATCAAAATCCTAAAGTTTTTTAAACGTCTCTATTATGTCTCTTACGGGTAT 



TACCATCCTCCTTATCCCACTTCTTTTTGTGTCTATTAGATGCTCAGAGTGTGTGCACAA 
- + ' + — — + ««+ ^ 

ATGGTAGGAGGAATAGGGTGAAGAAAAACACAGATAATCTACGAGXCTCACACACGTGTT 

GGCTGGCACGCCCAGGGTCTTCCTCATGGCACTAACAGTCTACTGAAAGGTGGAACAGAG 
+- + + + + 

CCGACCGTGCGGGTCCCAGAAGGAGTACCGTGATTGTCAGATGACTTTCCACCTTGTCTC 



ACAAGCCTATCAACACCTACAA6ACTGGTGGTAAGTGCAGTGACAGATGCAAAACACAGG 

901 + + + ..^ + ^ ggQ 

TGTTCGGATAGTTGTGGATGTTCTGACCACCATTCACGTCACTGTCTACGTTTTGTGTCC 



GTGATGGAAAGCCCTCAGGAGGGTAACCTAACCTAGATTTGAGGGCCCAAACAGGCTCCA 
+ — + +— + ^ 

CACTACCTTTCGGGAGTCCTCCCATTGGATTGGATCTAAACTCCCGGGTTTGTCCGAGGT 

GAAGAAAATGTCAACTGAGAGGAAGCCTGAAGGATGAACAGTGGGCTAAGCAAAGGGTTA 
- + ...4...-. -i-^,.. ^ + 

CTTCTTTTACAGTTGACTCTCCTTCGGACTTCCTACTTGTCACCCGATTCGTTTCCCAAT 



1091 



TTAATGTGTTATTAATGGGTTGAATCTAATTGGGAAGGGAGAGAGGTTGCAGAGTGA6GT 



--f 1140 



AATTACACAATAATTACCCAACTTAGATTAACCCTTCCCTCTCTCCAACGTCTCACTCCA 

GCAGAGCTTGGTGGACGATGCCAAAGGAATACTGAAACCTTTAGTGTGTCCAGTCTGGRA 
1141 + + + + + ^ ^200 

CGTCTCGAACOICCTGCTACGGTTTCCTTATGACTTTGGAAATCACACAGGTCAGACCTT 



CTGCATCCAAATTCAGGTTCAGTAATGATGTCATTATCCAAACATACCTTCTGTAAAATT 
1201 + + + + + ^ 

GACGTAGGTTTAAGTCCAAGTCATTACTACAGTAATAGGTTTGTATGGAAGACATTTTAA 
< 3.p53-BE > 

CATGCTAAACTACClAAG&CXniATCTACCGTTCCAAAGC^ 

1261 + + + +. ^. + 1320 

GTACGATTTGATGGATTCTCGAiaUSATGGCAAGGrTTCGTTATCACTGAAACTTGTCACA 



TCACCAGAGCACGAAAGAATXACAAGATTtTTTTTTAAAGAAAATTGGCCAGGAAATAAT 
+ — + + + + ^ 

AGTGGTCTCGTGCTTTCTTAATGTTCTAAAAAAAAATTTCTTTTAACCGGTCCTTTATTA 



GAGTAACGAAGGACAGGAAGTAATTGTGAATGTTTAATATAGCTGGGGCTATGCGATTTG 
1381 + + + + + ^ 1440 

CTCATTGCTTCCTGTCCTTCATTAACACTTACAAATTATATCGACCCCGATACGCTAAAC 



GCTTAAGTTGTTAGCTTTGTTTTCCTCTTGAGAAATAAAAACTAAGGGGCCCTCCCTTTT 
+ + + + + + 

CGAATTCAACAATCGAAACAAAAGGAGflACTCTTTATTTTTGATTCCCCGGGAGGGAAAA 

CAGAGCCCTATGGCGCAACATCTGTACTTTTTCATATGGTTAACTGTCCATTCCAGGAAC 
+ + — - — + 

GTCTCGGGATACCGCGTTGTAGACATGAAAAAGTATACCAATTGACAGGTAAGGTCCTTG 
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GTCTGTGAGCCTCTCATGTTGCAGCCAC3WyVTGGACAGCCaW3Ta\A&TGCCCCGCRA 

1361 + + + + + 1620 

CAGACACTCGGAGAGTACAACGTCGGTGTTGTACCTGTCGGGTCAGTTTACGGGGCGTTC 

TCTTTCTCTGAGTGACTCCAGCAATTAGCCAAGGCTCCTGTACCCAGGCAGGACCTCTGC 

1621 ^ + * + + + + 1680 

AGftAftGAGACTCACTGAGGTCGTTAATCGGTTCCGAGGACATGGGTCCGTCCTGGAGACG 

GCTCTGAGCTCCATTCTCCTTCAAGACCTCCCCAACTTCCCAGGTTGJ^TACAGCAGAA 

1681 + + + + ' + + 1740 

CGAGACTCGAGGTAAGAGGAAGTTCTGGAGGGGTTGAAjSGGTCCAACTTGATGTCGTCTT 

6CCTTTAGAAAGGGCAGGAGGCCGGCTCTCGAGGTCCTCACCTGAAGTGAGCATGCCAGC 

1741 + + + + + + 1800 

CGGAAATCTTTCCCGTCCTCCGGCCGACAGCTOZRGGAGTGGACTTCACTCGtACGGTCG 

CACTGO^GGIACGCCCCGGGACAGGAATGCCCATTTGTGCAACGAACCCTGACTCCTTCC 

1801 + + + + + + I860 

GTGACGTCCTTGCGGGGCCCTGTCCTTACGGGTAAACACGTT6CTTGGGACTGAGGAAG6 

TCACCCTGACTTCTCCCCCTCCCTACCCGCGCGCAGGCCAAGTTGCTGAATCAATGGAGC 

1861 + + + + + + 1920 

AGTGGGACTGAAGAXSGGGGAGGGATGGGCGCGCGTCCGGTTCAACGACTTAGTTACCTCG 

CCTCCCCaACCCGGGCGTTCCCCAGCGAGGCTTCCTTCCCATCCTCCTGACCACCGGGGC 

1921 + + + + + + 1980 

GGAGGGGTTGGGCCCGCAACSGGGTCGCTCCGAAGGAAlGGGTAGGAGGACTGGTGGCCCCG 

TTTTCGTGAGCTCGTCTCTGATCTCGCGCAAGAGTGACACACAGGTGTTCAAiiGACGCTT 

1981 + + + + ^ + 2040 

AAAAGCACTCGAGC^VGAGACTAGAGCGCGTTCTCACTGTGTGTCa^CMGTTTCTGCGAA 

CTGGGGAGTGAGGGAAGCGGTTTACGAGTGACTTGGCTGGAjGCCTCAGGGGCGGGCACTG 

2041 + + + + + + 2100 

GACCCCTCACTCCCTTCGCCAAATGCTCACTGAACCGACCTCGGAGTCCCCGCCCGTGAC 

GCACGGAACACACCCTGAGGCCAGCCCTGGCTGCCCAGGCGGAGCTGCCTCTTCTCCCGC 

2101 + + + + + 2160 

CGTGCCTtGTGTGGGACTCCGGTCGGGACCGACGGGTCCGCCTCGACGGAGAAGAGGGCG 

GGACATGTACAGAGCTCGAGAAGTACTAGTGGCCACGTGGOCCGTGCACCTTAAGCTTTA 

2161 + + + + ' + + 2220 

CCTGTACATGTCTCGAGCTCTTCATGATCACCGGTGCACCCGGCACGTGGAATTCGAAAT 

< 4.p53-BE 

(intron)' 

GGGTCGCTGGAGGGGGACCCXGGTTGGAGAGAGGAGCGGAACTCCTGGftCAAfiCXCTGAC 

2221 + + + + -t- 2280 

CCCAfiCGACCTCCCCCTGGGGCCAACCTCTCTCCTCGCCTTGAGGACCTGTTCGCK^ 



AAGCCAAGCCAAAGGTCCGCTCCGGCGCGGGTG6GTGAGTGCGCGCCGCCCCGCGGGGGC 

2281 + + + + + + 2340 

TTC6GTTCGGTTTCCAGGCGAGGCCGCGCCCACCCACTCACGCGCGGCGGGGCGCCCCCG 

GGGGAGAGAGCCTGCA6CCTTCA6AACAGATATTGCTCATTTTCTGGCAGTTCTCAGACG 

2341 + + + + + + 2400 

CCCCTCTCTCGGACGTCGGAAGTCTTGTCTATAACGAGTAAAAGACCGTCAAGAGTCTGC 
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TAGGaAATAAGTCACCftCCGAAGCAGTGGTTAAGCCGGaGGGCTCGGAAGAACGGCACCT 

^^„- ..^^ ..—4.. — — — 

ATCCTTTATTCAGTCGTGGCTTCGTCACCAATTCGGCCTCCCGAGCCTTCTTGCCGTGGA 

TTTCTTTCTCGZ^AftAAGTTATATGGGGGCTGAATGAGCTTCTGGAGGCTTGTTTACCGTT 



2461 



_+ + + + + + 2520 



AAAGAAAGAGCTTTrrCAATATACCCCCGACTTACTCGAAGACCTCCGAACAAATGGCAA 

TTTTATTGTCaCACAGAAAAGGAAACTGCCTTGTCTCCCTTCCGGGAATTCTCTCT-TTAA 

2321 + + + + + 2580 

AAAATAACAGTGTGTCTTTTCCTTTGACGGAACAGAGGGAAGGCCCPTAAGAGAGAAATT 



GACTGTAAGTCGCTGCCTGAGTGGTTTCATTTTGTTTTGTTTTTCTGCCCTTCTCTTTCT 

+ + + + + + i 

CTGACATTCAGCGACGGACTCACCAAAGTAAAACAAAACflAAAAGACGGGARfiAI5A^ 

TCTTTTGCCCTTTCTTAGCTTGCACTCCCATGGTGATTTCTGCTTGGTCTCCTGCTGGGG 

, ^ + + + + — + 

AGAAftACGGGaAflGAATCG2U«:X3TGAGGGTACCACTAAAGACGAACCA6AGGACGACCCC 

TTGGTGGTACTCGTTCCCACCGCACAGftACCCGGCGCCTATTATTGGCCAAGAAACTTGA 

— + + +— — + 

AACCACCATGAGCAAGGGTGGCGTGTCTTGGGCCGCGGATAATAACCGGTTCTTTGAACT 



GCAGCCTGTTTTGAAAAGTCCCTCGCTCAGAAATGCCAGCTTGCAGATGGCTAATCAAAG 

2761 ^ + + + ^ ^ ^^20 

CGTCGGACAAAACTTTTCAGGGftGCGAGTCTTTACGGTCGAACGTCTACCGATTAGTTTC 

AGACGTG 

2821 2927 

TCTGCAC 
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< l,p53-BS 

(promoter) 



1 + + + + + + 60 

ACTCCTGAGAGTCCTTATACtaCCATTTTATTTTTATTGGAAATCTCTACGGGTTTG^ 

— > 

TTTCCCC?«SAACACCAGCATTCAT^AGGTGTTCATTCAATAGATTCTTCAAAGGATTCC^ 
+ + + + + + 120 

AAAfiGGGTCTTGTGGTCGTAAGTAATCCACAAfiTAAGTTATCTAAGAAGTTTCCTAAGGT 

AAGGCaaAGAafiTTTGGGG?ACAG!rATATATAATTACCCAACCCTTTGACATTAGCATAC 

121 + + + + + + 180 

TTCCGTTTCTTCAAACCCCTTGTCATATATAT7AATGGGTTGGGAAACTGTAATCGTATG 

TAAGGGCCCTGAGAAGTTTTGGATTAAGAAAGTTTTCAAATTAAAGTAACCCAGAATTTT 

181 + + + + + + 240 

ATTCCCGGGACTCTTCAAAACCTAATTCTTTCAAAAGTTTAATTTCATTGGGrCTTAAAA 

CTAAGATTATTTGACCATGAAACATATGTCTCCCCACAAAGCACATATTCCTATCTCCTT 

241 + + + + + + 300 

GATTCTAATAAACTGGTACTTTGTATACAGAGGGGTGTTTCGTGTATAAGGATAGAGGAA 



GAACTTGAGGATAATTAGACGTACGTGGGTAGAGGGTAGGGGAA6GGGGTATGGCATAGA 
CTTGAACTCCTATTAATCTGCATGCACCCATCTCCCATCCCCTTCCCCCATACCGTATCT 
AAGAfiCAGGACCTTGGGAGCAAGAATATCTAAGTTTAATTCCTGACTCTGCTATTTATTA 



361 + + + + + + 420 

TTCTCGTCCTGGRACCCTCGTTCTTATAGATTCAAATTAAGGACTGAGACGATAAATAAT 

< 2.p53'BB > 

(promoter) 

ACTAACCATCTTTGCCAATCTTGCmAGCTTTTTTGGCTACA^ 

421 + + + + + + 480 

TGATTGGTAGAAACGGTTACAACGMLTTCGAAAAAACCGATGTAAAAA2U\.TAAA» 

TAAGTTTAATAATCACTCATCTCACTGGGCTATAATGATAAGTATTAAGTAAGGAAGATC 
481 + + + + ^ + 540 

ATTCAAATTATTAGTGAGTAGAGTGACCCGATATTACTATTCATAATTCATTCCTTCTAG 

CACATATGTGAGTTGCTGGCTTATAATTCACACTCAAGAGATACTGATTTTGTCAATTGT 
541 + + + + + + 600 

GTGTAXACACTCAACGACCGAATATTAAGTGTGftGTTCTCTATGACTAAAACAGTTAACA 

CCTTTCCCCTTTTTTTCTCTCTTCCCTCCTTCCATTCCTTCTTCCCTTACCTCTCCTTTC 

601 + + 4. + + + 660 

GGAAAGGGGAAAAAAAGAiGAGAAGGGAGGAAGGTAAGGAAGAAGGGAATGGAGAGGAAAG 

CTTCCCTCACACCCCTTTTCCTTCCTTCTTTTTACATTTTTTTATTTAAATGAACTTTTC 

661 + + + + + + 720 

GAAGGGAGTGTGGGG?^AAAGGAAGGAAGAAAAATGTAAAAAAATAAATTTACTTGAAAAG 

ATTTTGGAATAGTTTTAGGATTTCAAAAAATTTGCAGAGATAATACAGAGAATGCCCATA 

721 + + + + + + 760 

TAAAACCTTATCAAAATCCTAAAGTTTTTTAAACGTCTCTATTATGTCTCTTACGGGXAT 



Fig. 10A 



TACCATCCTCCTTATCCCACTTCTTTTTGTGTCTATTAGATGCTCAGAGTGTGTGC3VCAA 

781 + + + + + + 840 

ATGGTAGGAGGAATAGOjTGAAGflAAAACAa^GATjyiTCTACGAGTCTCACACACGTGTT 

GGCTGGCACGCCCAGGGTCTTCCTCATGGCACTAACAGTCTACTGAAAGGTGGAACAGAG 

CCGACCGTGCGGGTCCCAGAAGGAGTACCGTGATTGTCAGAT6ACTTTCCACCTTGTCTC 

ACAAGCCTATCAACACCTACAJWSaCTGGTGGTAAGTGCAGTGACAGATGCaUiAA^ 

901 + + + + + + 960 

TGTTCGGATAGTTGTGGATGTTCTGACCACCATTCaCGTCACTGTCTACGTTTTGTGTCC 

GTGATGGAAAGCCCTCAGGAGGGTAACCTAACCTAGATTTGAGGGCCCAACAGGCTCCAG 

9^1 + + + + -»■ + 1020 

CACTACCTTTCGGGAGTCCTCCCATTGGATTGGATCTAAACTCCCGGGTTGTCCGAGGTC 

AAGAAAATGTCAACTGAGAGGAAGCCTGAAGGATGAACAGTGGGCTAAGCAAAGGGTTAt 

1021 + + + + + + 10^*^ 

TTCTTTTACAGTTGACTCTCCTTCGGACTTCCTACTTGTCACCCGATTCGTTTCCCAATA 

TAATGTGTTATTAATGGGTTGAATCTAATTGGGAAGGGAGAGAGGTTGCAGAGTGAGGTG 

1081 + + ^ + + + 1140 

ATTACACAATAATTACCCAACTTAGATTAACCCTTCCCTCTCTCCAACGTCTCACTCCAC 

CAGAGCTTGGTGGACGATGCCAAAGGAATACTGAAACCTTTAGTGTGTCCAGTCTGGAAC 

3^141 + + + + + + 1200 

GTCTCGAACCACCTGCTACGGTTTCCTTATGACTTTGGAAATCACACAGGTCA6ACCTT6 

TGCATCCAAATTCAGGTTCAGTAATGATGTCATTATCCAAACATACCTTCTGTAAAATTC 

1201 + + + + + ^ 1260 

ACGTAGGTTTAAGTCCAAGTCATTACTACAGTAATAGGTTTGTATGGAAGACATTTTAAG 

< 3.p53-BE > 

(promoter) 

ATGCTAAACT2SCCT&AGAGCTATCTACCGTTCCAAAGCAATAGTGACTTTGAACAGTGTT 

1261 + + + .+ + + 1320 

TACGArrTGATGGATTCTCGAtAGATGGCAAGGTTTCGTTATCACTGAAACTTGTC^^ 

CACCAGAGCACGaAAGAATTACAAGATTTTTTTTTAAAGAAAATTGGCCAGGAAATAATG 

1321 + + + + + + 1360 

GTGGTCTCGTGCTTTCTTAATGTTCTAAAAAAAAATTTCTTTTAACCGGTCCTTTATTAC 

AGTAACGAAG6ACAGGAAGTAATTGTGAATGTTTAATATAGCTGG6GCTATGCGATTTGG 

1381 + + + ^ + + 1440 

TCATTGCTTCCTGTCCTTCATTAACACTTACAAATTATATCGACCCCGATACGCTAAACC 

CTTAAGTTGTTAGCTTTGTtTTCCTCTTGAGAAATAAAAACTAAGGGGCCCTCCCTTTTC 

1441 + + + + + + ISOO 

GAATTCAACAATCGAAACAAAAGGAGAACTCTTTATTTTTGATTCCCCGGGAGGGAAAAG 

AGAGCCTTATGGCGCAACATCTGTACTTTTTCATATGGTTAACTGTCCATTCCAGAAACG 

1501 + + + + + + 1560 

TCTCGGAATACCGC6XTGTAGACATGAAAAAGTATACCAATTGACAGGTAAGGTCTTTGC 

TCTGTGAGCCTCTCATGTXGCAGCCACAACATGGACAGCCCAGTCAAATGCCCCGCAAGT 

1561 + + + + + + 1620 

AGACACTCGGAGAGTACAACGTCGGTGTTGTACCTGTCGGGTCAGTTTACGGGGCGTTCA 

CTTTCTCTGAGTGACTCCAGCAATTAGCCAAGGCTCCTGTACCCAGGCAGGACCTCTGCG 

1621 + -^^ + + + ^ + 1680 

GAAAGAGACTCACTGA6GTCGTTAATCGGTTCCGAGGACATGGGTCCGTCCTGGAGACGC 

CTCTGAGCTCCATTCTCCTTCAAGftCCTCCCCAACTTCCCAGGTTGAACTACAGCAGftAG 

1681 + + + + + + l"?*© 

GA6ACTCGAGGTAAGAGGAAGTTCTGGAGGGGTTGAAGGGTCCAACTTGATGTCGTCTTC 
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CCTTTAGAAACaGGCAGGAGGCCGGCTCTCGAGGTCCTOVCCTGAAGTGAGCATGCCAfiCC 

1741 + + + -h + + 1600 

GGAAATCTTTCCCGTCCTCCGGCCGAGAGCTCCAGGAGTGGACITCACTCGTACGGTCGG 

ACTGCAGGI^GCCCCGGGACAGGMTGCCCATTTGTGCAACGAACCCTGACTCCTTC^ 

1801 + + + + + + I960 

TGACGTCCtTGCGGGGCCCTGTCCTTACGGGTAAACACGTTGCTTGGGACTGAGGAAGGA 

CacCCTGACTTCTCCCCCTCCCTACCCGCGCGCAGGCCftAGTTGCTGAATCAATGGAGCC 

1861 + + + + + + 1920 

GTGGGACTGAAGAGGGGCAGCGATGGGCGCGCGTCCGGTTCAACGACTTAGTTACCTCGG 

CTCCCCAACCCGGGCGTTCCCCAGCGAGGCTTCCTTCCCATCCTCCTGACCACCGGGGCT 

1921 + + + + + + X9flO 

GAGGGGTTGGGCCCGCAAGGGGTCGCTCCGAAGGAAGGGTJVGGAGGACTGGTGGCCCCGA 

TTTCGTGAGCTCGTCTCTGATCTCGCGCAAGAGTGflCACAOVGGTGTTCAAAGACGCTTC 
1981 + + + + + + 2040 

AAAGCACTCGAGCAGAGACTAGAGCGCGTTCTCACTGTGTGTCCACAAGTTTCTGCGAAG 

TGGGGAGTGAGGGAAGCGGTTTACGAGTGACTTGGCTGGAGCCTCAGGGGCGGGCaCTGG 
2041 + + + + ^. + 2100 

ACCCCTCACTCCCTTCGCC3\AATGCTCACTGAACCGACCTCGGaGTCCCCGCCCGTGACC 

CACGGAACACACCCT6AGGCCAGCCCTGGCTGCCCAGGCGGAGCTGCCTCTTCTCCCGCG 
2101 + + + + + + 2160 

GTGCCTTGTGTGGGACTCCGGTCGGGACCGACGGGTCCGCCTCGACGGAGAAGAGGGCGC 

GGTTGGTGGACCCGCTCAGTACGGAGTTGGGGAAGCTCTTTCACTTCGGAGGATTGCTCA 
2161 + + + + + + 2220 

CCAACCACCTGGGCGAGTCATGCCTCAACCCCTTCGAGAAAGTGAAGCCTCCTAACGAGT 

ACAACCATGCTGGGCATCTGGACCCTCCTACCTCTGGT6ATCCCTCTCCTGCCCGGGTGG 
2221 + + + +- + + 2280 

TGTTGGTACGACCCGTAGACCTGGGAGGATGGAGACCacTAGGGAGAGGACGGGCCCACC 

AGGCTTACCCCGTCTTAGTCCCGGGGATAGGCAAAGTGGGGCGGGCGCGGGACGCGTGCG 
2281 + + + + + + 234 0 

TCCGAATGGGGCAGAATCAGG6CCCCTATCCGTTTCACCCCGCCCGCGCCCTGCGCACGC 

GGATTGCGGC6GCAGCGGCGCACGCGGGCACCTGGGAGCGGCGGGCTGCTGCGGGAGGCG 
2341 — + ^ — 2400 

CCTAACGCCGCCGTCGCCGCGTGCGCCCGTGGACCCTCGCCGCCCGACGAC6CCCTCCGC 

TTGGRGACTGGCTCCCGGGGGCTGTTAGGACCTTCCCTCAGGCCCGGGTGCTCAGAACGA 
2401 +- + + + + + 2460 

AACCTCTGACCGAGGGCCCCCGACAATCCTGGAAGGGAGTCCGGGCCCACGAGTCTTGCT 



TGGAGGACTTGCTTTTCTTGGGCCTTGATGCGAAGTGCTGATCCCGCTGGGCAGGCGGGG 
+ .+ ^ ^ ^1 ^ 

ACCTCCTGAACGAAAAQAACCCGGAACTACGCTTCACGACTAGGGCGACCCGTCCGCCCC 

CAGCTCCGGCGCTCCTCGGAGACCACTGCGCTCCACGTTGAGGTGGGCGTGGGGGGCGGA 
"+ ^ + + + ^ — + 

GTCGAGGCCGCGAGGAGCCTCTGGTGACGCGAGGTGCAACTCCACCCGCACCCCCCGCCT 



CAGGAATTGAAQCGGAAGTCTGGGAAGCTTTAGGGTCGCTGGAGGGGGACCCCGGTTGGA 
2531 — ' + + + + + 2640 

GTCCTTAACTTCGCCTTCAGACCCTTCGAAATCCCAGCGACCTCCCCCTGGGGCCAACCT 
< d.p53-BE > 

' (intron) 

GAGAGGAGCGGAACTCCTtSGACAAfiCXCTQACAAGCCAAGCCAAAGGTCCGCTCCGGCGC 
2641 + + + + + ^ 2100 

CTCTCCTCGCCTTGAGGACCTGTTCGGGACTGTTCGGTTCGGTTTCCAGGCGAGGCCGCG 
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GGGTGGGTGAGTGCGCGCCGCCCCGCGGGGGCGGGGAGAGAGCCTACAGCCTTCAGAACA 

2701 + * + + + + 2760 

CCCACCCACTCACGCGCGGCGGGGCGCCCCCGCCCCTCTCTCGGATGtCGGAAGTCTTGT 

CATATTGCTCATTXTCTGGCAGTTCTCAGACGTAGGAAATJAGTCAGCACCGAAGCA^ 
2761 + + + + ^ + 2620 

gtatmcgagtaaaagaccgtcaagagtctgcatccttxattcajgtcgtggcttcgtcac 



GTTAAGCCGGftGGGCTCGGflAGAACGGCACCTTTTCTTTCTCGAAAAAGTTATATGGGGG 

^ + + + + 

CAATTCGGCCTCCCGAGCCTTCTTGCCGTGGAA2\AGAAAGAGCTTTTtCAATATACCCCC 



CTGAATGAGCTTCTGGAGGCTTGTTTACCGTTTTTTATTGTCACACAGAAAAGGARACTG 

2881 + + + + * + 2940 

GRCTTACTCGAAGACCTCCGAACAAATGGCAAAAAATAACAGTGTGTCTTTTCCTTTGAC 

CCTTGTCTCCCTTCCGGGAATTCTCTCTTTAAGACTGTAAGTCGCTGCCTGAGTGGTTTC 

2941 + + + + + + 3000 

GGAACAGAOSGAAGGCCCTTAAGAGAGAftATTCTGACATTCAGCGftCGGACTCACaWlG 

ATTTTGTTTTGTTTTTCTGCCCTTCTCTTTCTTCTTTTGCCCtTTCTTftGCTTGCACTCC 

3001 + + + + + 3060 

TAAAACftAAACAAAAAGACGGGAAGAGAIAGaAGAAAACGGGRAAGAMCGaACGTGAfiG 

CATGGTGMTTTCTGCTTGGTCTCCTGCTGGGGTTGGTGGTACTCGTTCCCacCGCACAGA 

3061 + + + + + + 3120 

GTACCACTAAAGACGftACCAGAGGACGACCCCAACCACCATGAGCAAGGGTGGCGTGTCT 

ACCCGGCGCCTATTATTGGCCAAGAAACTTGAGCAGCCTGTTTTGAAAAGTCCCTCGCTC 

3121 + + + + + + 3180 

TGGGCCGCGGATAATAACCGGTTCTTTGAACTCGTCGGACaAAACTTTTCflCGGAGCGAG 

AGAAATGCCAGCTTGCAGATGGCTAATCAAAG 

3181 + + +— 3212 

XCTTTACGGTCGAACGTCTACCGATTAGTTTC 
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variations in the p53 binding region of figure 8 



1. plMOIMI 



pi 140 GGACAAGCCCTGACAAfiCCA 

pi 140 IMI GGAAAAGCCCTGACAAGCCA 

t 

positions of the mutations (boldface and arrow): 2270 (C-^A) 



2. plMOlMH 



pi 1 4 0 GGACAAGCCCTGACAAGCCA 

pll40 IMII GGA&AAGCCCTGA3kAAGCCA 

t t 



positions of the mutations (boldface and arrow): 2270 (C-*A) 

2280 (C->A) 



3. pH40iMin 

pi 140 GGACAAGCCCTGACAAGCCA 

pll40 IMIII GGAAAAXCCCTGAAAATCCA 

t T t T 

positions of the mutations (tioldface and arrow): 2270 (C-»A) 

2273 (G-*T) 

2280 (C->A) 

2283 (G-iTt 
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4. pll40EffiV 

P 1 1 4 0 GGACAAGCCCTGACAAGCCA 

P1140 IMIV GCACAAGCCCTCACAAGCCA 

t t 

positions of the mutations (boldface and arrow): 2268 (G->T) 

227g (C->A) 
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variations in the p53 binding regions of figure 9 



1. piuiEvon 



pi 1 4 1 GGACAAGCCCTGACAAGCCA 

pi 141 IMIII GGAAAATCCCTGAAAATCCA 

t t t t 



positions of the mutations (boldface and arrow): 2270 

2273 
2280 
2283 



2.pli41 lp53 



Pll4 1 AGAGATGCCCAAACTGTTTT 

pll41 lp53 AGAGATTCCCAAAATGTTTT 

t t 



positions of the mutations (boldface and arrow): 50 

57 



3.^1141 2p53 

P 1 ^ 4 i A?ITGTTGCTTAAGCTTTTTT 

plI41 2p53 AATGTTTCTTAAGATTTTTT 

t t 

positions of the mutations (boldface and arrow): 443 

450 
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4, pll41 3p53 



pll41 

pll41 3p53 



AAACTACCTAAGAGCTATCT 

ACAATACCTAAGAGCTATCT 
t t 



positions of the mutations (boldface and arrow): 1268 (A-^) 

1270 (C->A) 



5.pll41ABgl 



< l,p53-BS > 

pi 1 4 1 AATAACCTTTAGJWaorGCCXAAACWSOTTTCCCC^^ 
pi 14 lABgl AATAACCTTT A GATCTCCCCAGAACA 



6.pll41 ASpe 



< 2.p53-BE > 

pi 14 1 CATCTTTGCCAATCTTGCTTAAGCXTTTTTGGCTACATTT 
pll41ABgI CATCTTTGCCA CTAfiTGGCTACATTT 



7.pll4I AMph 



< 3,p53-BE > 

pi 1 4 1 AATTCATGCTAAACTJUXrKUUaGCTATCTAC^^^ 
pll41ABgl AATTCATGCTATGCA TACCGTTCCAA 



Fig, 13A 



variations in the p53 binding region of figure 10 



1. pll42 TAG 

mutation of the positions; 2227 (A-^T) 

2228 (T->A) 



2. pii42 mm 

pll42 

pll42 IMIII 



GGACAAGCCCTGACAAGCCA 
GGAAAATCCCTGAAAATCCA 

r t t t 



positions of the mutations (boldface and arrow): 2662 (C->A) 

2665 (G->T) 

2672 (C-*A) 

2675 (G-^T) 



3. .pll4?ABgI 



< I.p53-BE > 

pi 142 AATAACCTTTACSAfiATGCCCWUkCTGTTTTCCCC^^ 
pll42ABgl AATAACCTTTA GATCTCCCCAGAACA 



4. pll42ASpe 



<^ 2.p53"^ > 

p 11 4 2 CATCTTTGCa^TGn!T6CTT3UiQCTTl^^ 
pll42ABgl CATCTTTGCCX CraCTGGCTACATTT 
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5. pll42 AMph 



< 3.p53-88 > 

pll42 AATTau:GCTJ»aCXaCCTaa624SCTA^ 
pH42ABgl AATTCATGCTATSCA TACCGTTCCAA 



promoter 



exon 1 intron i 
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